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BAB82497 742 aa 

scavenger receptor with C-type lectin 
BAB82497 

BAB82497.1 GI:18146952 
accession ABO 38 5 19.1 



[Mus 



linear 
musculus ] 



ROD 18-JAN-2002 



Mus 

Mus 



musculus 
musculus 



(house mouse) 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Rodentia; 
1 

Nakamura,K., Funakoshi, H . , Tokunaga, F 



Craniata; Vertebrata; Euteleostomi ; 
Sciurognathi ; Muridae; Murinae; Mus. 

and Nakamura,T. 
scavenger receptor with C-type lectin 
the scavenger receptor family 
1), 53-58 (2001) 



Molecular cloning of a mouse 
(SRCL) (1), a novel member of 
Biochim. Biophys . Acta 1522 
21575692 • 
11718900 

2 (residues 1 to 742) 
Nakamura,K. and Nakamura,T. 
Direct Submission 

Submitted ( 18-FEB-2000 ) Kenji Nakamura, Osaka University Medical 
School, Division of Biochemistry, Biomedical Research Center; 2-2 
yamadaoka, Suita, Osaka 565-0871, Japan 
( E-mail : knakamur@onbich . med .osaka-u.ac.jp, 
Tel: 81-6-687 9-3783 (ex. 37 83) , Fax:81-6-687 9-37 89) 
Location /Qualifiers 
1 . .742 

/organism="Mus musculus" 

/db_xref="taxon: 10090" 
Protein 1..742 

/product="scavenger receptor with C-type lectin" 
CDS 1..742 

/gene="srcl " 

/coded_by="AB038 519 . 1 : 77 . . 2305" 



FEATURES 

source 



ORIGIN 



1 

61 
121 
181 
241 
301 
361 
421 



mkddfaeeee vqsfgykrfg ihegtqctkc innwalkfsi vllyilcall titvailgyk 

vvekmdnvsd gmetshqtyd nkltavesdl kklgdqagkk alstnselst frsdildlrq 

qlqeitekts knkdtleklq angdslvdrq sqlketlqnn sflittvnkt lqayngyvtn 

lqqdtnvlqg nlqsqmysqs vvimnlnnln ltqvqqrnli snlqqsvddt slaiqriknd 

kvqslqtlaa nnsalakann dtledmnsql ssftgqmdni 

tenrtavkfs qleerfqvfe tdivniisni sytahhlrtl 

dltslnntlv nirldsislr mqqdmmrskl dtevanlsvv 

- Lc 3gppgp r gp kgdrgsqgpp gptgnkgqkg ekgepgppgp 

4 81 agergtigpv gppgergskg skgsqgpkgs rgspgkpgpq gpsgdpgppg ppgkdglpgp 

541 qgppgfqglq gtvgepgvpg prglpglpgv pgmpgpkgpp gppgpsgame plalqneptp 

601 asevngcpph wknftdkcyy fslekeiled aklfcedkss hlvfinsree qqwikkhtvg 

661 reshwigltd seqesewkwl dgspvdyknw kagqpdnwgs ghgpgedcag liyagqwndf 
721 qcdeinnfic ekereavpss il 



fqnlqqvflq akkdtdwlke 
ttisqaneqs lkdlqdlhkd 
tsnlndvwtt ctdtltrhtd 
meemklvdsk hgqliknfti 
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BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.5 [Nov-16-2002] 



Matrix [ BLOSUM62 i ▼ j g a p open: 111) gap extension: [l 



x_dropoff: |50j expect:|30O wordsize: |3__J Filter □ Align 



Sequence 1 gi 17026101 collectin placenta 1 [Homo sapiens] 



Length 742 (1 .. 742) 



Sequence 2 gi 18146952 scavenger receptor with C-type lectin [Mus musculus] Length 742 (1 .. 742) 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 1417 bits (3669), Expect = 0.0 

Identities = 680/742 (91%), Positives = 717/742 (95%) 



Query: 1 MKDDFAEEEEVQSFGYKRFGIQEGTQCTKCKNNWALKFSI ILLYILCALLTITVAILGYK 60 

MKDDFAEEEEVQSFGYKRFGI EGTQCTKC .NNWALKFSI + LLYILCALLTITVAILGYK 
Sb j ct : 1 MKDDFAEEEEVQSFGYKRFGIHEGTQCTKCINNWALKFSIVLLYILCALLTITVAILGYK 60 

Query: 61 VVEKMDNVTGGMETSRQTYDDKLTAVESDLKKLGDQTGKKAISTNSELSTFRSDILDLRQ 120 

VVEKMDNV+ GMETS QTYD+KLTAVESDLKKLGDQ GKKA+STNSELSTFRSDILDLRQ 
Sbjct : 61 VVEKMDNVSDGMETSHQTYDNKLTAVESDLKKLGDQAGKKALSTNSELSTFRSDILDLRQ ' 120 

Query: 121 QLREITEKTSKNKDTLEKLQASGDALVDRQSQLKETLENNSFLITTVNKTLQAYNGYVTN 180 

QL+EITEKTSKNKDTLEKLQA+GD+LVDRQSQLKETL+NNSFLITTVNKTLQAYNGYVTN 
Sbjct: 121 QLQEITEKTSKNKDTLEKLQANGDSLVDRQSQLKETLQNNSFLITTVNKTLQAYNGYVTN 180 

Query: 181 LQQDTSVLQGNLQNQMYSHNVVIMNLNNLNLTQVQQRNLITNLQRSVDDTSQAIQRIKND 240 

LQQDT+VLQGNLQ+QMYS +VVIMNLNNLNLTQVQQRNLI +NLQ+SVDDTS AIQRIKND 
Sbjct: 181 LQQDTNVLQGNLQSQMYSQSVVIMNLNNLNLTQVQQRNLISNLQQSVDDTSLAIQRIKND 240 

Query: 241 FQNLQQVFLQAKKDTDWLKEKVQSLQTLAANNSALAKANNDTLEDMNSQLNSFTGQMENI 300 

FQNLQQVFLQAKKDTDWLKEKVQSLQTLAANNSALAKANNDTLEDMNSQL+SFTGQM+NI 
Sbjct: 241 FQNLQQVFLQAKKDTDWLKEKVQSLQTLAANNSALAKANNDTLEDMNSQLSSFTGQMDNI 300 

Query: 301 TTISQANEQNLKDLQDLHKDAENRTAIKFNQLEERFQLFETDIVNIISNISYTAHHLRTL 360 

TTISQANEQ+LKDLQDLHKD ENRTA+KF+QLEERFQ+ FETDI VNI ISNISYTAHHLRTL 
Sbjct: 301 TTISQANEQSLKDLQDLHKDTENRTAVKFSQLEERFQVFETDIVNI ISNISYTAHHLRTL 360 

Query: 361 TSNLNEVRTTCTDTLTKHTDDLTSLNNTLANIRLDSVSLRMQQDLMRSRLDTEVANLSVI 420 
TSNLN+V TTCTDTLT+HTDDLTSLNNTL NIRLDS+SLRMQQD+MRS+LDTEVANLSV+ 
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Sbjct: 361 TSNLNDVWTTCTDTLTRHTDDLTSLNNTLVNIRLDSISLRMQQDMMRSKLDTEVANLSVV 420 

Query: 421 MEEMKLVDSKHGQLIKNFTILQGPPGPRGPRGDRGSQGPPGPTGNKGQKGEKGEPGPPGP 480 

MEEMKLVDSKHGQLIKNFTILQGPPGPRGP+GDRGSQGPPGPTGNKGQKGEKGEPGPPGP 
Sbjct: 421 MEEMKLVDSKHGQLIKNFTILQGPPGPRGPKGDRGSQGPPGPTGNKGQKGEKGEPGPPGP 480 

Query: 481 AGERGPIGPAGPPGERGGKGSKGSQGPKGSRGSPGKPGPQGPSGDPGPPGPPGKEGLPGP 540 

AG ERG IGP GPPGERG KGSKGSQGPKGSRGSPGKPGPQGPSGDPGPPGPPGK+GLPGP 
Sbjct: 481 AGERGTIGPVGPPGERGSKGSKGSQGPKGSRGSPGKPGPQGPSGDPGPPGPPGKDGLPGP 540 

Query: 541 QGPPGFQGLQGTVGEPGVPGPRGLPGLPGVPGMPGPKGPPGPPGPSGAVVPLALQNEPTP 600 

QGPPGFQGLQGTVGEPGVPGPRGLPGLPGVPGMPGPKGPPGPPGPSGA+ PLALQNEPTP 
Sbjct: 541 QGPPGFQGLQGTVGEPGVPGPRGLPGLPGVPGMPGPKGPPGPPGPSGAME PLALQNEPTP 600 

Query: 601 APEDNGCPPHWKNFTDKCYYFSVEKEIFEDAKLFCEDKSSHLVFINTREEQQWIKKQMVG 660 

A E NGCPPHWKNFTDKCYYFS+ EKEI EDAKLFCEDKSSHLVFIN+REEQQWIKK VG 
Sbjct: 601 ASEVNGCPPHWKNFTDKCYYFSLEKEILEDAKLFCEDKSSHLVFINSREEQQWIKKHTVG 660 

Query: 661 RESHWIGLTDSERENEWKWLDGTSPDYKNWKAGQPDNWGHGHGPGEDCAGLI YAGQWNDF 720 

RESHWIGLTDSE+E+EWKWLDG+ DYKNWKAGQPDNWG GHGPGEDCAGL I YAGQWNDF 
Sbjct: 661 RES HW I GLTDSEQESEWKWLDGSPVDYKNWKAGQPDNWGSGHGPGEDCAGL I YAGQWNDF 720 

Query: 721 QCEDVNNFICEKDRETVLSSAL 742 

QC+++NNFICEK+RE V SS L 
Sbjct: 721 QCDEINNFICEKEREAVPSSIL 742 



CPU time: 0.19 user sees. 0.02 sys. sees 0.21 total sees, 

Lambda K H 

0.311 0.132 0.391 



Gapped 

Lambda ' K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 19,527 

Number of Sequences: 0 

Number of extensions: 530 

Number of successful extensions: 99 

Number of sequences better than 300.0: 1 

Number of HSP's better than 300.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP ? s that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 1 

length of query: 742 

length of database: 455,821,981 

effective HSP length: 135 

effective length of query: 607 

effective length of database: 455,821,846 

effective search space: 276683860522 

effective search space used: 276683860522 

T: 9 

A: 40 

XI: 16 { 7.2 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 42 (21.8 bits) 



http://vww.ncbi.nlm 4/18/03 
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REFERENCE 
AUTHORS 
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FEATURES 

source 



aene 



CDS 



AB005145 2983 bp mRNA linear PRI 21-NOV-2001 

Homo sapiens CL-P1 mRNA for collectin placenta 1, complete cds . 
AB005145 

AB005145. 1 GI: 17026100 

Homo sapiens (human) 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 

Ohtani,K., Suzuki, Y., Eda,S., Kawai,T., Kase,T., Keshi,H., * 
Sakai,Y., Fukuoh,A., Sakamoto,T., Itabe,H., Suzutani,T., 
Ogasawara, M . , Yoshida,I. and Wakamiya,N. — 

The membrane-type collectin CL-P1 is a scavenger receptor on 
vascular endothelial cells 

J. Biol. Chem. 276 (47), 44222-44228.(2001) 

21570232 
1 1 5647 34 

2 (bases 1 to 2983) 

Ohtani,K.' 

Direct Submission 

Submitted ( 25- JUN-1997 ) Katsuki Ohtani, Asahikawa Medical College, 
Department of Microbiology; 2-1-1-1 Midorigaoka-Higashi , Asahikawa, 
Hokkaido 078-8510, Japan ( E-mail : ohtani@asahikawa-med . ac . j p, 
Tel : +81-166-68-2393, Fax:+81-166-68-2399) 

Location/Qualifiers 

1. .2983 

/organism^ "Homo sapiens " 

/mol_type="mRNA" 

/db_xref="taxon: 9606" 

/sex="f emale" 

/tissue_lib= "placenta" 

1. .2983 

/gene="CL-Pl" 

71. .2299 

/gene="CL-Pl" 

/codon_start=l 

/product="collectin placenta 1" 
/protein id- " BAB7 2 14 7.1 " 
/db_xref="GI : 17026101" 

/translation="MKDDFAEEEEVQSFGYKRFGIQEGTQCTKCKNNWALKFSIILLY 
ILCALLTITVAILGYKVVEKMDNVTGGMETSRQTYDDKLTAVESDLKKLGDQTGKKAI 
STNSELSTFRSDILDLRQQLREITEKTSKNKDTLEKLQASGDALVDRQSQLKETLENN 
SFLITTVNKTLQAYNGYVTNLQQDTSVLQGNLQNQMYSHNVVIMNLNNLNLTQVQQRN 
LITNLQRSVDDTSQAIQRIKNDFQNLQQVFLQAKKDTDWLKEKVQSLQTLAANNSALA 
KANNDTLEDMNSQLNSFTGQMENITTISQANEQNLKDLQDLHKDAENRTAIKFNQLEE 
RFQLFETDIVNIISNISYTAHHLRTLTSNLNEVRTTCTDTLTKHTDDLTSLNNTLANI 
RLDSVSLRMQQDLMRSRLDTEVANLSVIMEEMKLVDSKHGQLIKNFTILQGPPGPRGP 
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+ 121 gjcg^tttiggt* 
181 gttttctptc 
241 gggatataaa 
301 aacctat 



361 t 

421 tttcfcgt 

481 gaagtta 

541 ggagaataac 

601 tgtcacgaat 



gat 

tggg^agaaa 
ag 
ag 



RGDRGSQGPPGPTGNKGQKGEKGEPGPPGPAGERGPIGPAGPPGERGGKGSKGSQGPK 
GSRGSPGKPGPQGPSGDPGPPGPPGKEGLPGPQGPPGFQGLQGTVGEPGVPGPRGLPG 
LPGVPGMPGPKGPPGPPGPSGAVVPLALQNEPTPAPEDNGCPPHWKNFTDKCYYFSVE 
KEI FEDAKLFCEDKSSHLVFINTREEQQWIKKQMVGRESHWIGLTDSERENEWKWLDG 
TSPDYKNWKAGQPDNWGHGHGPGEDCAGLIYAGQWNDFQCEDVNNFICEKDRETVLSS 
AL" 

BASE COUNT 914 a 707 c 703 g 659 t 

ORIGIN 

1 gggacgactt cctcggctgc gcggcgctcg cgcggagctc cccggccggc ggtgcgtccc 
61 cacggtcacc i ^gt^aa , gac^ acVtc^ca^a gJgac^gagtgag* gtgt.aatcct tc\ggtfcacaa 
cjttt^ggt! attfcaggaafcf gakcdcaatg t'acdaacftgt* aaakatfaact gg*gca*ctgaa 
atattattat acattttgtg tgccttgcta acaatcacag tagccatttt 
gttgtagaga aaatggacaa tgtcacaggt ggcatggaaa catctcgc^a 
gacaagctca cagcagtgga aagtgacctg aaaaaattag gtgaccaaac 
gctatcagca ccaactcaga actctccacc ttcagatcag acattctaga 
caacttcgtg agattacaga aaaaaccagc aagaacaagg atacgctgga 
gcgagcgggg atgctctggt ggacaggcag agtcaattga aagaaacttt 
tctttcctca tcaccactgt aaacaaaacc ctccaggcgt- ataatggcta 
ctgcagcaag ataccagcgt gctccagggc aatctgcaga accaa ktq ba 
661 ttctcataat gtggtcatca tgaacctcaa caacctgaac ctgacccagg tgcagcaga^ 
721 gaacctcatc acgaatctgc agcggtctgt ggatgacaca agccaggcta tccagcgaat 
781 caagaacgac tttcaaaatc tgcagcaggt ttttcttcaa gccaagaagg acacggattg 
841 gctgaaggag aaagtgcaga gcttgcagac gctggctgec aacaactctg cgttggccaa 
901 agccaacaac gacaccctgg aggatatgaa cagccagctc aactcattca caggtcagat 
961 ggagaacatc accactatct ctcaagccaa cgagcagaac- ctgaaagacc tgcaggactt 
1021 acacaaagat gcagagaata gaacagccat caagttcaac caactggagg aacgcttcca 
1081 gctctttgag acggatattg tgaacatcat tagcaatatc agttacacag cccaccacct 
1141 gcggacgctg accagcaatc taaatgaagt caggaccact tgcacagata cccttaccaa 
1201 acacacagat gatctgacct ccttgaataa taccctggcc aacatccgtt tggattctgt 
1261 ttctctcagg atgcaacaag atttgatgag gtcgaggtta gacactgaag tagccaactt 
1321 atcagtgatt atggaagaaa tgaagctagt agactccaag catggtcagc tcatcaagaa 
1381 ttttacaata ctacaaggtc caccgggccc caggggtcca agaggtgaca gaggatccca 
1441 gggaccccct ggcccaactg gcaacaaggg acagaaagga gagaaggggg agcctggacc 
1501 acctggccct gcgggtgaga gaggcccaat tggaccagct ggtccccccg gagagcgtgg 
1561 cggcaaagga tctaaaggct cccagggccc caaaggctcc cgtggttccc ctgggaagcc 
1621 cggccctcag ggccccagtg gggacccagg ccccccgggc ccaccaggca aagagggact 
1681 ccccggccct cagggccctc ctggcttcca gggacttcag ggcaccgttg gggagcctgg 
1741 ggtgcctgga cctcggggac tgccaggctt gcctggggta ccaggcatgc caggccccaa 
1801 gggccccccc ggccctcctg gcccatcagg agcggtggtg cccctggccc tgcagaatga 
1861 gccaaccccg gcaccggagg acaatggctg cccgcctcac tggaagaact tcacagacaa 
1921 atgctactat ttttcagttg agaaagaaat ttttgaggat gcaaagcttt tctgtgaaga 
1981 caagtcttca catcttgttt tcataaacac tagagaggaa cagcaatgga taaaaaaaca 
2041 gatggtaggg agagagagcc actggatcgg cctcacagac tcagagcgtg aaaatgaatg 
2101 gaagtggctg gatgggacat ctccagacta caaaaattgg aaagctggac agccggataa 
2161 ctggggtcat ggccatgggc caggagaaga ctgtgctggg ttgatttatg ctgggcagtg 
2221 gaacgatttc caatgtgaag acgtcaataa cttcatttgc gaaaaagaca gggagacagt 
2281 actgtcatct gcattajcaac ggactgtgat gggatcacat gagcaaattt tcagctctca 
^^£^ 2341 aaggcaaagg acacTCcttt ctaattgcat caccttctca tcagattgaa aaaaaaaaag 
' '2401 cactgaaaac caattactga aaaaaaattg acagctagtg ttttttacca tccgtcatta 
2461 cccaaagact tgggaactaa aatgttcccc agggtgatat gctgattttc attgtgcaca 
2521 tggactgaat cacatagatt ctcctccgtc agtaaccgtg cgattataca aattatgtct 
2581 tccaaagtat ggaacactcc aatcagaaaa aggttatcat tggtcgttga gttatgggaa 
2641 gaacttaagc atatactgtg taaacagtgc catacatttc taaaatccca agtgtaggaa 
2701 aaatatgcag acatacagat atataggcca actattagta ataatatgaa atatacttaa 
2761 agagctttta aaactttgta tttttgtaca aaatatttgt cttttacaat ttttttcctt 
2821 tttttttttt tgtcatttta ccgacataat acatggagcc aaagaaaaca ataatggtac 
2881 taataaaaac tcctagggtt tcctgtcaga tttaattcta cccagtggca aagaattttt 
2941 tcaattgtgg ctttaaaaaa ataattaaat atacatgtat ata 

// 
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VERSION 
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TITLE 
JOURNAL 



BAB39147 742 aa 

scavenger receptor with C-type lectin type 

BAB39147 

BAB3914 7. 1 GI: 13365515 
accession ABO 335 1 8 . 1 



linear PRI 08-MAR-2001 
I [Homo sapiens] . 



FEATURES 

source 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



Homo sapiens (human) 

Hom o sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 

1 (sites) 

Nakamura,K., Funakoshi, H . , Miyamoto, K., Tokunaga,F. and Nakamura,T. 
Molecular cloning and functional characterization of a human 
scavenger receptor with C-type lectin (SRCL) , a novel member of a 
scavenger receptor family 

Biochem. Biophys. Res. Commun. 280 (4), 1028-1035 (2001) 

21092718 

1 1162630 

2 (residues 1 to 742) 
Nakamura,K. and Nakamura,T. 
Direct Submission 

Submitted ( 18 -FEB-2000 ) Kenji Nakamura, Osaka University Medical 
School, Division of Biochemistry, Biomedical Research Center; 2-2 
yamadaoka, Suita, Osaka 565-0871, Japan 
(E-mail : knakamur@onbich.med. osaka-u.ac.jp, 
Tel: 81-6-687 9-3783 (ex.3783) , Fax:81-6-687 9-378 9) 

Location/Qualifiers 

1. .742 

/organism="Homo sapiens" 
/db_xref="taxon: 9606" 
/tissue_lib=" Placenta" 
1 1..742 

/product="scavenger receptor with C-type lectin type I" 
1. .742 

/gene="SRCL" 

/coded_by="AB038518 . 1 : 20 9. . 24 37" 



ORIGIN 



knnwalkfsi illyilcall titvailgyk 
kklgdqtgkk aistnselst frsdildlrq 



1 mkddfaeeee vqsfgykrfg iqegtqctkc 

61 vvekmdnvtg gmetsrqtyd dkltavesdl 

121 qlreitekts knkdtleklq asgdalvdrq sqlketlenn sflittvnkt lqayngyvtn 

181 Iqqdtsvlqg nlqnqmyshn vvimnlnnln ltqvqqrnli tnlqrsvddt sqaiqriknd 

241 fqnlqqvflq akkdtdwlke kvqslqtlaa nnsalakann dtledmnsql nsftgqmeni 

301 ttisqaneqn Ikdlqdlhkd aenrtaikfn qleerfqlfe tdivnii'sni sytahhlrtl 

361 tsnlnevrtt ctdtltkhtd dltslnntla nirldsvslr mqqdlmrsrl dtevanlsvi 

421 meemklvdsk hgqliknfti lqgppgprgp rgdrgsqgpp gptgnkgqkg ekgepgppgp 

4 81 agergpigpa gppgerggkg skgsqgpkgs rgspgkpgpq gpsgdpgppg ppgkeglpgp 

541 qgppgfqglq gtvgepgvpg prglpglpgv pgmpgpkgpp gppgpsgavv plalqneptp 

601 apednscpph wknftdkcyy fsvekeifed aklfcedkss hlvfintree qqwikkqmvg 
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Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.5 [Nov-16-2002] 



Matrix [BLOSUM62 ; ▼ g a p 0 pen:|H j gap extension: |l j 

x_dropoff: |50j expect:|300J)( wordsize: |Tj Filter □ ; Align 



Sequence gi 

1 17026101 



collectin placenta 1 [Homo sapiens] 



(i 



Length 742 ^ 



Sequence gi scavenger receptor with C-type lectin type I [Homo 

2 13365515 sapiens] 

2 



(1 



Length 742 ^ 







t^sx-- .ysy*r 














NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score =1523 bits (3944), Expect = 0.0 

Identities = 741/742 (99%), Positives = 741/742 (99%) 

1— 



Query: 


1 


Sbjct : 


1 


Query : 


61 


Sbjct: 


61 


Query: 


121 


Sbjct: 


121 


Query: 


181 


Sbjct: 


181 


Query: 


241 


Sbjct : 


241 


Query: 


301 


Sbjct: 


301 



MKDDFAEEEEVQSFGYKRFGIQEGTQ.CTKCKNNWALKFSI ILLYILCALLTITVAILGYK 60 
MKDDFAEEEEVQSFGYKRFGIQEGTQCTKCKNNWALKFSI ILLYILCALLTITVAILGYK 
MKDDFAEEEEVQSFGYKRFGIQEGTQCTKCKNNWALKFS I ILLYILCALLTITVAILGYK 60 



VVEKMDNVTGGMETSRQTYDDKLTAVESDLKKLGDQTGKKAISTNSELSTFRSDILDLRQ 



QLREITEKTSKNKDTLEKLQASGDALVDRQSQLKETLENNSFLITTVNKTLQAYNGYVTN 



LQQDTSVLQGNLQNQMYSHNVVIMNLNNLNLTQVQQRNLITNLgRSVDDTSQAIQRIKND 



FQNLQQVFLQAKKDTDWLKEKVQSLQTLAANNSALAKANNDTLEDMNSQLNSFTGQMENI 



TTISQANEQNLKDLQDLHKDAENRTAIKFNQLEERFQLFETDIVNIISNISYTAHHLRTL 
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Query: 361 TSNLNEVRTTCTDTLTKHTDDLTSLNNTLANIRLDSVSLRMQQDLMRSRLDTEVANLSVI 420 

TSNLNEVRTTCTDTLTKHTDDLTSLNNTLANIRLDSVSLRMQQDLMRSRLDTEVANLSVI 
Sbjct: 361 TSNLNEVRTTCTDTLTKHTDDLTSLNNTLANIRLDSVSLRMQQDLMRSRLDTEVANLSVI 420 

Query: 421 MEEMKLVDSKHGQLIKNFTILQGPPGPRGPRGDRGSQGPPGPTGNKGQKGEKGEPGPPGP 480 

MEEMKLVDSKHGQLIKNFTILQGPPGPRGPRGDRGSQGPPGPTGNKGQKGEKGEPGPPGP 
Sbjct: 421 MEEMKLVDSKHGQLIKNFTILQGPPGPRGPRGDRGSQGPPGPTGNKGQKGEKGEPGPPGP 480 

Query: 481 AGERGPIGPAGPPGERGGKGSKGSQGPKGSRGSPGKPGPQGPSGDPGPPGPPGKEGLPGP 540 

AGERGPIGPAGPPGERGGKGSKGSQGPKGSRGSPGKPGPQGPSGDPGPPGPPGKEGLPGP 
Sbjct: 4 81 AGERGPIGPAGPPGERGGKGSKGSQGPKGSRGSPGKPGPQGPSGDPGPPGPPGKEGLPGP 54 0 

Query: 541 QGPPGFQGLQGTVGEPGVPGPRGLPGLPGVPGMPGPKGPPGPPGPSGAVVPLALQNEPTP 600 

QGPPGFQGLQGTVGEPGVPGPRGLPGLPGVPGMPGPKGPPGPPGPSGAVVPLALQNEPTP 
Sbjct: 541 QGPPGFQGLQGTVGEPGVPGPRGLPGLPGVPGMPGPKGPPGPPGPSGAVVPLALQNEPTP 600 

Query: 601 APEDNGCPPHWKNFTDKCYYFSVEKEIFEDAKLFCEDKSSHLVFINTREEQQWIKKQMVG 660 

APEDN CPPHWKNFTDKCYYFSVEKEIFEDAKLFCEDKSSHLVFINTREEQQWIKKQMVG 
Sbjct: 601 APEDNSCPPHWKNFTDKCYYFSVEKEI FEDAKLFCEDKSSHLVFINTREEQQWIKKQMVG 660 

Query: 661 RESHWIGLTDSERENEWKWLDGTSPDYKNWKAGQPDNWGHGHGPGEDCAGLI YAGQWNDF 720 

RES HWIGLTDSERENEWKWLDGTSPDYKNWKAGQPDNWGHGHGPGEDCAGLI YAGQWNDF 
Sbjct: 661 RES HWIGLTDSERENEWKWLDGTSPDYKNWKAGQPDNWGHGHGPGEDCAGLI YAGQWNDF 720 

Query: 721 QCEDVNNFICEKDRETVLSSAL 742 

QCEDVNNFICEKDRETVLSSAL 
Sbjct: 721 QCEDVNNFICEKDRETVLSSAL 742 

CPU time: 0.13 user sees. 0.06 sys. sees 0.19 total sees. 

Lambda K H 

0.312 ' 0.133 0.393 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 19,823 

Number of Sequences: 0 

Number of extensions: 537 

Number of successful extensions: 99 

Number of sequences better than 300.0: 1 

Number of HSP's better than 300.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 1 

length of query: 742 

length of database: 455,821,981 

effective HSP length: 135 

effective length of query: 607 

effective length of database: 455,821,846 

effective search space: 276683860522 

effective search space used: 276683860522 

T: 9 

A: 40 

XI: 16 ( 7.2 bits) 
X2: 129 (49.7 bits) 
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X3 
SI 
S2 



129 (49.7 bits) 
42 (21.8 bits) 
66 (30.0 bits) 
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fek ExPASv Home page 


Site Map | 


Search ExPASv 


Contact us 


S 


wiss-Prot 




Hosted bv NCSC US 


Mirror sites:] 


Canada 


China 


Korea 


Switzerland 


Taiwan 





Search Swiss-Prot/TrEMBL 



^ for collectin 



Go 



["Clear 



NiceProt View of 
Swiss-Prot: P42916 



Printer-friendly view 



Quick BlastP search 



[G en e ral ] [ Na me and ori gin] [ Re ferences] [ Co m men ts] [ Cross-references ] [ Ke yw ord s] [ Features ] 

[Se quence ] [Tools] 

Note: most headings are clickable, even if they don't appear as links. They link to the user manual or other documents . 
General information about the entry 



Entry name 

Primary accession number 
Secondary accession number 
Entered in Swiss-Prot in 
Sequence was last modified in 



CL43_BOVIN 
P42916 

Q8WMF4 

Release 32, November 1995 
Release 41 ? February 2003 



Annotations were last modified in Release 42, September 2003 
Name and origin of the protein 

Protein name Collectin-43 [Precursor] 

Synonyms CL-43 

43 kDa collectin 
Gene name CL43 

From Bos tau.ru s (Bovine) [TaxID: 9913 ] 

Taxonomy Eukar y ota ; M etazoa ; Chor d ata ; C r aniat a; Verte br ata ; E uteleos t omi ; 

Mammalia ; Eutheria ; Cetartiodactyla ; Ruminantia ; Pecora; 
Bovoidea ; Bovidae : Bovinae : Bos. 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 
TISSUE= Liver : 

MEDLINE=224 14671; PubMed= 125274 19; [ NCBL ExPASv. EBL Israel , Japan] 
Hansen S. , Holm P. , Moeller V. , Vitved L. , Bendixen C , Skjoedt K. , Holmskov U. ; 
"Genomic and molecular characterization of CL-43 and its proximal promoter/'; 
Biochim. Biophy s. Acta 1 625 : 1 - 1 0(2003). 
[2] SEQUENCE OF 2.1- 32 1 FROM NUCLEIC ACID, AND PARTIAL SEQUENCE. ( 
TlSSUE=Liv er : 

MEPLINE-942 16283; PubMed=8 163480; [ NCBL ExPAS v. EBL Israel . Japan] 

Lim B.-L. , Willis A.C. . Reid K.B.M. . LuL, Laursen S.B. . Jensenius J.C. . Holmskov U. ; 

"Primary structure of bovine collectin-43 (CL-43). Comparison with conglutinin and lung surfactant 

protein-D."; 

J. Biol. Chem. 269:1 1 820-1 1 824(1994) . 
Comments 

• FUNCTION: LECTIN THAT BINDS TO VARIOUS SUGARS: MANNOSE = MANNAC > 
FUCOSE > GLCNAC > GLUCOSE - MALTOSE > GALACTOSE > LACTOSE > GALNAC. 
COULD PLAY A ROLE IN IMMUNE DEFENSE. 
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. SUBUNIT: OLIGOMERIC COMPLEX OF 4 SET OF HOMOTRIMERS. 
. SUBCELLULAR LOCATION: Secreted. 

• TISSUE SPECIFICITY: Liver-specific. 

• PTM: Hydroxylated (Potential). 

• SIMILARITY: Contains 1 collagenous domain. 

• SIMILARITY: Contains 1 C-type lectin family domain. 
Copyright 

This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics 
and the EMBL outstation - the European Bioinformatics Institute. There are no restrictions on its use by non-profit 
institutions as long as its content is in no way modified and this statement is not removed. Usage by and for commercial 
entities requires a license agreement (See http://www.isb-sib.ch/announcc/ or send an email to license-@,isb-sib.ch ) 

Cross-references 

AY07 1821; AAL6 1855.1;-. [ EMBL / GenBank / DDBJJ [ CoDingSequence ] 
AY071 822; AAL61 856. 1 ; -. [ EMBL. / GenBank / DDBJ J [ CoDingSequence ] 
X75912; CAA5351 1.1: ALT_SEO. [ EMBL / GenBank / DDBJ ] [ CoDingSequence ] 
P35247; 1B08. [ HSSP ENTRY / PDB ] 

I PR0000 87: Collagen. 
IPR001304; Lectin_C. 
Graphical view of domain structure . 

PF00059: lectin_c; 1. 
PF01391 : Collagen; 2. 
SM00034; CLECT; 1. 
PS00615 : C_TYPE_LECTIN_1; 1. 
PS50041 ; C_TYPE_LECTIN_2; 1. 
[ Domain structure / List of seq. sharing at least 1 domain ]. 
P42916 . 
P4291 6, 
P42916. 



EMBL 

HSSP 

InterPro 

Pfam 

SMART 

PROSITE 



ProDom 
BLOCKS 
ProtoNet 
ProtoMap 
PRESAGE 
DIP 

ModBase 



P 42916. 
P42916 . 
P42916. 



S WI SS-2DPAGE G et reg ion on 2D PAGE . 
Keywords 

Lectin : Hydroxylation : Glycoprotein : Mannose-binding : Collagen ; Re peat ; Calcium ; Signal . 

Features 



Feature table viewer 



Feature aligner 



Key 


From 


To 


Length 


Description 


SIGNAL 




20 


20 




CHAIN 


21 


321 


301 


COLLECTIN-43. 


DOMAIN 


4 9 


162 


114 


COLLAGEN-LIKE . 


DOMAIN 


222 


321 


100 


C-TYPE LECTIN (SHORT FORM) 


DISULFID 


224 


319 




BY SIMILARITY, 


DISULFID 


2 97 


311 




BY SIMILARITY. 


CONFLICT 


125 


125 




T -> A (IN REF. 2) . 


CONFLICT 


286 


236 




N -> G (IN REF. 2) . 
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Sequence information 

Length: 321 AA [This is the Molecular weight: 33615 Da nun* a nornnoD^iAi rru- 

i Ti_ r.i j rru- • *u xiriw CRC64: 12BF120BB48861A1 [This 

ength of the unprocessed [1 his is the MW or the u . n L 

& ^ L , n is a checksum on the sequence] 

precursor] unprocessed precursor] 

10 20 30 40 50 60 

I I I I I I 

MLPLPLSILL LLTQSQSFLG EEMDVYSEKT LTDPCTLVVC APPADSLRGH DGRDGKEGPQ 

70 80 ■ 90 100 ' 110 120 

I I I I I I 

GEKGDPGPPG MPGPAGREGP SGRQGSMGPP GTPGPKGEPG PEGGVGAPGM PGSPGPAGLK 

130 140 150 160 170 180 

I I I I I I 

GERGTPGPGG AIGPQGPSGA MGPPGLKGDR GDPGEKGARG ETSVLEVDTL RQRMRNLEGE 

190 200 210 220 * 230 240 

I I I I I I 

VQRLQNIVTQ YRKAVLFPDG QAVGEKI FKT AGAVKSYSDA EQLCREAKGQ LASPRSSAEN 

250 260 270 280 290 300 

I I I I I I 

EAVTQLVRAK NKHAYLSMND ISKEGKFTYP TGGSLDYSNW APGEPNNRAK DEGPENCLEI 

310 320 

YSDGNWNDIE CREERLVICE F P42916 in FAST A 

format 



View e ntry in origina l S wiss- Prot format 

Vi e w entry i n raw tex t fo rmat ( n o lin k s) 

Report form for errors/updates in this Swiss-Prot entry 



BLAST submission on 
BLAST ExPASv/SIB 

or at NCB1 (USA) 



Sc an Pros i te , Moti fScan 





mi 



Sequence analysis tools: ProtP ar amu ProtSc ale . 
Comp ute pI/Mw. PeptideM'ass , PeptideCutter , 
Dot let (Java) 

Search the SWISS - M OD EL Repository 



| fcliExP 


ASy Home page 


Site Map | Seareh ExPASv 


Contact us 


S 


wiss-Prot 




Hosted bv NCSC US 


Mirror sites:| 


Canada 


China 


Korea 


Switzerland 


Taiwan 
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fcS* ExPASv Home page 


Site Map | 


Search ExPASv 


Contact us S 


wiss-Prot 




Hosted bv NCSC US 


Mirror sites:) 


Canada 


China 


Korea 


Switzerland 


Taiwan 





Search Swiss-Prot/TrEMBL 



for collectin 



I Go 



f Clear 



NiceProt View of 
Swiss-Prot: Q8MHZ9 



Printer-friendly view 



Quick BiastP search 



[General] [Name and o r ig i n] [References] [Comments] [ C ross -r eferences] [Keywords] [Fe at ures] 

[ Sequence ] [ Tools ] 

Note: most headings are clickable, even if they don't appear as links. They link to the user manual or other documents . 
General information about the entry 



Entry name 

Primary accession number 
Secondary accession numbers 
Entered in Swiss-Prot in 
Sequence was last modified in 
Annotations were last modified in 
Name and origin of the protein 
Protein name 
Synonyms 

Gene name 
From 

Taxonomy 



CL46_BOVIN 
Q8MHZ9 

None 

Release 41, February 2003 
Release 41, February 2003 
Release 41, February 2003 

Collectin-46 [Precursor] 
CL-46 

46 kDa collectin 
CL46 

Bos taurus (Bovine) [TaxID : 9913] 

Eukaryota ; Metazoa ; Chordata : Craniata ; Vertebrata ; Euteleostomi : 
Mammalia : Eutheria : Cetartiodactyla : Ruminantia ; Pecora; 
Bovoidea : Bovidae : Bovinae ; Bos . 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 

Hanse n S., Holm P. . Moeller V ., Vitved L. . Bendixen C . Reid K.B.M. . Skjo edt K. , Holmskov U. : 
0 "CL-46, a hovel collectin highly expressed in the bovine thymus and liver."; 
Submitted (MAY-2002) to the EMBL/GenBank/DDBJ databases. 

Comments 

• SUBUNIT: Oligomeric complex of 4 set of homotrimers (By similarity), 

• SUBCELLULAR LOCATION. Secreted. 

• TISSUE SPECIFICITY: Highly expressed in thymus and liver. 

• PTM: Hydroxy lated (Potential). 

• SIMILARITY. Contains 1 collagenous domain. 

• SIMILARITY: Contains 1 C-type lectin family domain. 
Copyright 

This SWISS-PROT entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics 
and the EMBL outstation - the European Bioinformatics Institute. There are no restrictions on its use by non-profit 
institutions as long as its content is in no way modified and this statement is not removed. Usage by and for commercial 
entities requires a license agreement (See http://www.isb-sib.ch/announce/ or send an email to license@isb-sib.clV ) 
Cross-references 

AF509589; AAM34742.1; -.[E MBL / GenB an k / DD BJ] [ C o Din gS equen ce] 
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AF509590; AAM34743.1 ; -.[ EMBL / GenBank / DDBJ] [ CoDingSequence ] 
IPR000087 ; Collagen. 
1PR001304 : Lectin_C. 
Graphical view of domain structure . 

PF00059 : lectin_c; 1. 
PF0139U Collagen; 3. 
SM00034 ; CLECT; 1. 
PS00615 ; C_TYPE_LECTIN_1; 1. 
PS50041; C_TYPE_LECTIN_2; 1. 
[ Domain structure / List of seq. sharing at least 1 domain ] . 
08MI1Z9 . 
Q8MHZ9 . 
Q8MHZ9 . 
Q8MHZ9 . 
Q8MHZ9 . 
Q8MHZ9 . 



EMBL 
InterPro 

Pfam 

SMART 

PROSITE 

ProDom 
BLOCKS 
ProtoNet 
ProtoMap 
PRESAGE 
DIP 

ModBase 

SW1SS-2DPAGE Get region on 2D PAGE. ' 
Keywords 

Lectin ; Hydroxylation ; Glycoprotein ; Mannose-binding ; Membrane ; Collagen ; Repeat ; Calcium ; 
Signal. 

Features 



Feature table viewer 



Feature aligner 



Key 


From 


To 


Length 


Description 




SIGNAL 




20 


20 


POTENTIAL. 




CHAIN 


21 


371 


351 


COLLECTIN-4 6. 




DOMAIN 


4 6 


216 


171 


COLLAGEN-LIKE. 




DOMAIN 


273 


371 


99 


C-TYPE LECTIN (SHORT 


FORM) . 


SITE 


201 


203 


3 


CELL ATTACHMENT SITE 


(POTENTIAL) 


DISULFID 


275 


369 




BY SIMILARITY. 




DISULFID 


34 7 


361 




BY SIMILARITY. 




CARBOHYD 


90 


90 




N-LINKED (GLCNAC . . . ) 


(POTENTIAL) 



Sequence information 

Length: 371 AA [This is the 
length of the unprocessed 
precursor] 



Molecular weight: 37445 Da 
[This is the MW of the 
unprocessed precursor] 



CRC64: 108AC45A91420E83 [This 
is a checksum on the sequence] 



10 

I 



20 
I 



30 



40 
I 



50 
I 



60 
I 



MLLLPLSVLL LLTQPWRSLG AEMKI YSQKT LANGCTLVVC RPPEGGLPGR DGQDGREGPQ 

70 80 90 100 110 120 

I I I I I I 

GEKGDPGSPG PAGRAGRPGP AGPIGPKGDN GSAGEPGPKG DTGPPGPPGM PGPAGREGPS 

130 140 150 160 170 180 

I ! I I I 1 

GKQGSMGPPG TPGPKGDTGP KGGMGAPGMQ GSPGPAGLKG ERGAPGELGA PGSAGVAGPA 
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190 200 210 220 230 240 

I I I I I 

GAIGPQGPSG ARGPPGLKGD RGDPGERGAK GESGLADVNA LKQRVTILEG QLQRLQNAFS 

250 260 270 280 290 300 

I I I I I I 

RYKKAVLFPD GQAVGKKI FK TAGAVKSYSD AQQLCREAKG QLASPRSAAE NEAVAQLVRA 

310 320 330 340 350 360 

I I I I I I 

KNNDAFLSMN DISTEGKFTY PTGESLVYSN WASGEPNNNN AGQPENCVQI YREGKWNDVP 



370 

csepllvice f Q8MHZ9 in 

FASTA format 



View -entry in original Swiss-Prot format 

View entry in raw text format (no links) 

Re port form for errors/updates in this Swiss-Prot entr y 



BLAST submission on 
BLAST ExPASy/SIB 

or at NCBI (USA) 



ScanProsite, MotifScan 






Sequence analysis tools: ProtParam , ProtScale , 
K Compute pl/M w , Pe ptideMass , PeptideCutter, 
Do tle t (Java) 



Search the SWISS-MODEL Repository 



| &ExP, 


4Sy Home page 


Site Map 
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S 


wiss-Prot 




Hosted bv NCSC US 


Mirror sites: 


Canada 


China 


Korea 


Switzerland 


Taiwan 
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